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IN THE SPECIFICATION: 




On page 7, lines 25-29, please replace the text with the following paragraph: 



Figures 1 a-k depict the cDNA sequence and predicted amino acid sequence of the human 
14790 protein kinase. The nucleotide sequence corresponds to the 5525 nucleic acids of SEQ ID 
N0:1 which include nucleic acids 63-5012 of coding region of SEO ID N 0:1 (nucleic acids 1- 
4950 of tho coding region ( SEQ ID N0:3), the 5'UTR of 62 nucleic acids, and the 3'UTR of 
513 nucleic acids. The amino acid sequence corresponds to amino acids 1 to 4650 1649 of SEQ 




On page 13, Hnes 1 1-17, please replace the text with the following paragraph: 

In a preferred embodiment, an isolated nucleic acid molecule of the invention comprises 
the nucleotide sequence shown in SEQ ID NO:l. The sequence of SEQ ID NO:l corresponds to 
the partial human kinase cDNA. This cDNA comprises sequences encoding the human 14790 
protein (i.e., "the coding region", from nucleotides 1 1950 63-5012 ), as well as 5' untranslated 
sequences (62 nucleotides) and 3' untranslated sequences (513 nucleotides). Alternatively, the 
nucleic acid molecule can comprise only the coding region of SEQ ID N0:1 (e.g., nucleotides 4- 
4950 63-5012 ). - ^ " 

'Onpagel7, line 17 through page 18, line 25, please replace the text with the following 
paragraphs: 

In addition to the nucleic acid molecules encoding 14790 proteins described above, 
another aspect of the invention pertains to isolated nucleic acid molecules which are antisense 
thereto. An "antisense" nucleic acid comprises a nucleotide sequence which is complementary to 
a "sense" nucleic acid encoding a protein, e.g., complementary to the coding strand of a double- 
stranded cDNA molecule or complementary to an mRNA sequence. Accordingly, an antisense 
nucleic acid can hydrogen bond to a sense nucleic acid. The antisense nucleic acid can be 
complementary to an entire kinase coding strand, or only to a portion thereof. In one 
embodiment, an antisense nucleic acid molecule is antisense to a "coding region" of the coding 
strand of a nucleotide sequence encoding kinase . The term "coding region" refers to the region 
of the nucleotide sequence comprising codons which are translated into amino acid residues 
(e.g., the coding region of human kinase corresponds to 1 4 950 63-5012 of SEQ ID N0:1. In 
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another embodiment, the antisense nucleic acid molecule is antisense to a "noncoding region" of 
the coding strand of a nucleotide sequence encoding kinase . The term "noncoding region" refers 
to 5' and 3' sequences which flank the coding region that are not translated into amino acids (i.e., 
also referred to as 5' and 3' untranslated regions). 

Given the coding strand sequences encoding kinase disclosed herein (e.g., nucleic acids 
1 4 950 63-5012 of SEQ ID NO: 1} antisense nucleic acids of the invention can be designed 
according to the rules of Watson and Crick base pairing. The antisense nucleic acid molecule 
can be complementary to the entire coding region of kinase mPlNA, but more preferably is an 
oligonucleotide which is antisense to only a portion of the coding or noncoding region of kinase 
mRNA. For example, the antisense oligonucleotide can be complementary to the region 
surrounding the translation start site of kinase mRNA. An antisense oligonucleotide can be, for 
example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50] nucleotides in length. An antisense 
nucleic acid of the invention can be constructed using chemical synthesis and enzymatic ligation 
reactions using procedures known in the art. For example, an antisense nucleic acid (e.g., an 
antisense oligonucleotide) can be chemically synthesized using naturally occurring nucleotides 
or variously modified nucleotides designed to increase the biological stability of the molecules or 
to increase the physical stability of the duplex formed between the antisense and sense nucleic 
acids, e.g., phosphorothioate derivatives and acridine substituted nucleotides can be used. 
Examples of modified nucleotides which can be used to generate the antisense nucleic acid 
include 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, xantine, 4- 
acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5-carboxymethylaminomethyl'2-thiouridine, 
5-carboxymethylaminomethyluracil, dihydrouracil, beta-D-galactosylqueosine, inosine, N6- 
isopentenyladenine, 1 -methyl guanine, 1-methylinosine, 2,2-dimethylguanine, 2-methyladenine, 
2-methylguanine, 3-methylcytosine, 5-methylcytosine, N6-adenine, 7-methylguanine, 5- 
methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, beta-D-mannosylqueosine, 5 - 
methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6-isopentenyladenine, uracil-5- 
oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 2-thiocytosine, 5-methyl-2-thiouracil, 
2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5- oxyacetic acid methylester, uracil-5-oxyacetic 
acid (v), 5-methyl-2-thiouracil, 3-(3-amino-3-N-2-carboxypropyl) uracil, (acp3)w, and 2,6- 
diaminopurine. Alternatively, the antisense nucleic acid can be produced biologically using an 
expression vector into which a nucleic acid has been subcloned in an antisense orientation (i.e., 
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RNA transcribed from the inserted nucleic acid will be of an antisense orientation to a target 
nucleic acid of interest, described further in thef ollowing subsection). 



On page 22, lines 18-36, please replace the text with the following paragraph: 

To determine the percent identity of two amino acid sequences or of two nucleic acid 
sequences, the sequences are aligned for optimal comparison purposes (e.g., gaps can be 
introduced in one or both of a first and a second amino acid or nucleic acid sequence for optimal 
alignment and non-homologous sequences can be disregarded for comparison purposes). In a 
preferred embodiment, the length of a reference sequence aligned for comparison purposes is at 
least 30%, preferably at least 40%, more preferably at least 50%, even more preferably at least 
60%, and even more preferably at least 70%, 80%, or 90% of the length of the reference 
sequence (e.g., when aligning a second sequence to the kinase amino acid sequence of SEQ ID 
N0:2 having 1650 1649 amino acid residues, at least 49, preferably at least 660, more preferably 
at least 825, even more preferably at least 990, and even more preferably at least 1155, 1320_or 
1486 amino acid residues are aligned). The amino acid residues or nucleotides at corresponding 
amino acid positions or nucleotide positions are then compared. When a position in the first 
sequence is occupied by the same amino acid residue or nucleotide as the corresponding position 
in the second sequence, then the molecules are identical at that position (as used herein amino 
acid or nucleic acid "identity" is equivalent to amino acid or nucleic acid "homology"). The 
percent identity between the two sequences is a function of the number of identical positions 
shared by the sequences, taking into account the number of gaps, and the length of each gap, 
which need to be introduced for optimal alignment of th e two sequences. 

On page 49, lines 23-38, please replace the text with the following paragraph: 

Panels of corresponding DNA sequences from individuals, prepared in this manner, can 
provide unique individual identifications, as each individual will have a unique set of such DNA 
sequences due to allelic differences. The sequences of the present invention can be used to 
obtain such identification sequences from individuals and from tissue. The kinase nucleotide 
sequences of the invention uniquely represent portions of the human genome. Allelic variation 
occurs to some degree in the coding regions of these sequences, and to a greater degree in the 
noncoding regions. It is estimated that allelic variation between individual humans occurs with a 
frequency of about once per each 500 bases. Each of the sequences described herein can, to 
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some degree, be used as a standard against which DNA from an individual can be compared for 
identification purposes. Because greater numbers of polymorphisms occur in the noncoding 
regions, fewer sequences are necessary to differentiate individuals. The noncoding sequences of 
J SEQ ID NO: 1 can comfortably provide positive individual identification with a panel of perhaps 
10 to 1,000 primers which each yield a noncoding amplified sequence of 100 bases. If predicted 
coding sequences, such as nucleotides 4-49^ 63-5012 in SEQ ID N0:1 are used, a more 
appropriate number of primers for positive individual identification would be 500-2,000. 



On page 62, line 35 through page 63, line 3, please replace the text with the following paragraph. 

The sequences of the positive clones were determined and found to contain open reading 
frames. The nucleotide sequence encoding the human 14790 protein is shown in Figure 1 and is 
set forth as SEQ ID N0:1. The protein encoded by this nucleic acid comprises about i€§Q 1649 
amino acids and has the amino acid sequence shown in Figure 1 and set forth as SEQ ID N0:2. 
The coding region (open reading frame) of SEQ ID N0:1 is shown in Figure 1 as the portion of 
the nucleotide sequence corresponding to the amino acid sequence of SEQ ID N0:2. 
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